. Residues targeted in mutagenesis studies; relates to Figure 1 (A) Close-up views of residues targeted in mutagenesis studies. The structure of unliganded yImpβ is shown in ribbon representation (grey), with the residues targeted in mutagenesis studies in stick representation and colored: red, Ser74 (HEAT repeat H2)/Glu737 (H17); blue, Asp167 (H4)/Asn738 (H17); green, Glu341 (H8)/Phe514 (H12) and Asp343 (H8)/Lys468 (H11). The structure is shown in the analogous orientation as in Figure 1. (B) Alignment of human, mouse and S. cerevisiae (yeast) Imp amino acid sequences. Highlighted are S. cerevisiae Impβ residues involved in the principal sequence-distal contacts between HEAT repeats H2/H4 and H17 (Ser74 [red] (Pro340, Glu341, Asp343, His466, Lys468, Phe514 [green] ). The analogous residues in human and mouse Impβ are highlighted in the same colours if conserved, and with grey background if not conserved. The sequences were aligned using ClustalW (Larkin et al., 2007) . 
